Supporting Information

S2
Mass spectrum for selected peptoids
The mass spectrum of ten randomly selected peptoids (Test 1 to Test 10) from the OBOC library, four hit peptoids and two negative control peptoids from microarray screening are shown below.
The structure of each peptoid was decoded using the 3200 QTRAP® System (AB Sciex, Redwood City, CA, USA). The parent peak was identified using Q1 mode, and the sequence of each peptoid was elucidated using Enhanced Product Ion (MS/MS) mode by comparing the molecular weights of the amine building blocks and the differences between fragmental signals shown in MS/MS. 
